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Dad1jE4/+ 60 4 
dpr11MiMIC/	Dad1jE4	 75	 4	
DIP-γ	MiMIC/	Dad1jE4 56 4 
Elav-Gal4/+;	UAS-TkvAct/+	 88 4 
Elav-Gal4/+;	UAS-TkvAct/dpr11MiMIC 92 4 









Genotype Number of OLs Figure 
OrtC2b>UAS nucDsRed; DIP-γ MiMIC/+ 8 7 
OrtC2b>UAS nucDsRed/+; DIP-γ MiMIC/DfBSC806 8 7 
Rh4>Brp-shortmCherry /+; dpr11MiMIC/ 16 7 
Rh4>Brp-shortmCherry /+; dpr11MiMIC/DfBSC193 10 7 
Rh4>Brp-shortmCherry /+; DIP-γ MiMIC/MKRS 12 7 
Rh4>Brp-shortmCherry /+; DIPγ MiMIC/DfExel6210 13 7 
Rh4>Brp-shortmCherry /+; dpr11MiMIC/Df Exel6210 12 7 
Rh4>Brp-shortmCherry /+; DfBSC193/+ 10 7 
Rh4>Brp-shortmCherry /+; DIP-γ MiMIC/+ 11 7 
















Table S1 (related to Figure 1). Data and refinement statistics for x-ray crystallography. 	 	
				 	
 Dpr6 D1 / DIP-α (CG32791) D1-D2	
Data Collection	  
Space Group	 P21212	
Cell Dimensions	  	
  a, b, c (Å)	 130.250, 49.298, 54.709	
  α, β, γ (°)	 90, 90, 90	
Resolution (Å)	 50-2.30 (2.34-2.30)	
Rsym (%)	 8.2 (68.4)	
<I>/<σ(I)>	 29.5 (1.5)	
Completeness (%)	 99.8 (96.9)	
Redundancy	 11.2 (5.3)	
Refinement	  	
Resolution (Å)	 50-2.30 (2.44-2.30)	
Reflections	 16243	
Rcryst (%)	 20.24 (26.86)	
Rfree (%)	 25.19 (33.03)	
Number of atoms	  	
  Protein	 2457	
  Ligand	 62	
  Water	 126	
Average B-factors (Å2)	
  All	 58.7	
  Protein	 58.6	
  Solvent	 56.7	
R.m.s. deviations from ideality	
  Bond Lengths (Å)	 0.005	
  Bond Angles (°)	 0.683	
Table S2 (related to Figure 2). Contacts between Dpr6 and DIP-α (CG32791). The glycan 
residue N-acetylglucosamine (Nag) found in the interface is the first residue directly linked to 
Asn102 of Dpr6. Possible hydrogen bonds with distances longer than expected (3.2-3.6 Å 
between donor and acceptor) are labeled as “possible H-bond”. 
 
Dpr6 DIP-α interaction mediated by (Dpr6-DIP-α) 
Asn102 His93 possible H-bond main-side, side-side 
  contact main-side, side-side 
Lys103 His93 contact main-side, side-side 
Thr104 Ile91 contact side-side 
Ser106 Ile83 contact side-side 
Ile108 Ile83 contact side-side 
Ile108 Lys81 contact side-side 
His110 Lys81 contact side-side 
Asp112 Met131 contact main-side, side-side 
Ile113 Met131 contact main-side 
Ile113 Gln125 contact main-side 
Ile113 Leu76 contact main-side, side-side 
Ile113 Met123 contact main-side, side-side 
Ile113 Gln125 H-bond main-side 
Ile113 Lys81 contact side-side 
His114 Met131 contact main-side, side-side 
His114 Gln125 contact main-side, side-side 
  H-bond side-side 
Ile115 Gln125 contact main-side, side-side 
  H-bond main-side 
Ile115 Ile83 contact side-side 
Ile115 Leu76 contact side-side 
Ile115 Ile86 contact side-side 
Val118 Ile83 contact side-side 
Val118 Ile91 contact side-side 
Val118 Ile86 contact side-side 
Tyr121 Ile86 contact side-side 
Tyr121 Arg72 contact side-side 
Tyr123 Asn127 contact main-side, side-side, side-main 
  H-bond main-side 
  H-bond side-main 
Tyr123 Arg72 contact side-main 
  H-bond side-main 
Tyr123 Gln125 contact side-side 
  H-bond side-main 
Tyr123 Gly74 contact side-main 
  possible H-bond side-main 
Tyr123 Ile86 contact side-side 
Tyr123 Leu126 contact side-main 
Ser125 Asn127 H-bond side-main 
  contact main-main, side-main 
Ser125 Asp129 contact side-side 
Ser125 Tyr71 contact side-side 
Glu156 Lys81 contact side-side 
Gln158 Thr80 contact side-main 
Gln158 Lys81 contact side-main 
  H-bond side-main 
Gln158 Ala82 contact side-main 
Gln158 Ile83 contact side-side 
  H-bond side-main 
Ser160 His93 contact main-side, main-main, side-side 
  H-bond main-side 
  possible H-bond side-side 
Ser160 Ile91 contact side-main 
Gln162 Thr92 contact side-side 
Gln162 Asn94 contact side-side 
Val164 Ala82 contact side-side 
Nag (Asn102) His93 contact glycan-side 
 
N.B. In addition, an extensive water-mediated hydrogen bonding network is mediated by 
sidechains of Dpr6 residues Glu156, Ser160, Thr104, and Ser106, DIPα residues Asn94 and 
Thr92, and several mainchain atoms. Buried surface area is 1900 Å2, including the glycan at the 
interface, 1810 Å2 without the glycan, with fifteen hydrogen bonds and zero salt bridges, 
determined by PISA (PDBe PISA v1.51). 			 	
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